Biological Mn(II) oxidation produces reactive manganese oxides that help to mitigate metal contamination in the environment. Here, we present the genome of Oxalobacteraceae sp. strain AB_14, a species of Mn(II)-oxidizing bacteria (MOB) that is notable for its ability to catalyze Mn oxidation at low pH (5.5).
the PacBio RS platform (6) ; 82,778 raw PacBio reads yielded 129,789 adapter-trimmed and quality-filtered subreads totaling 282.8 Mb. All raw Illumina sequence data were passed through the DUK filtering program, which removes known Illumina sequencing and library preparation artifacts (7) . Default parameters were used for all software unless otherwise specified. Filtered Illumina and PacBio reads were then assembled using ALLPATHS-LG version R37654 ( (9) . One round of manual curation was performed using GenePRIMP (10) . The Oxalobacteraceae sp. AB_14 genome contained 6,242 genes, with 6,125 of them coding for proteins. Annotation identified a total of 117 RNA genes, including 21 rRNA genes (7 copies each of the 5S rRNA, 16S rRNA, and 23S rRNA genes), 82 tRNA genes, and 14 genes for noncoding RNAs. The genome also contains one likely clustered regularly interspaced short palindromic repeat (CRISPR) array.
Data availability. The AB_14 draft genome is available from the IMG database under genome identifier 2522125015 and from the NCBI database under BioProject number PRJNA183351, BioSample number SAMN02440486, and Sequence Read Archive accession number SRP024932.
